Supplemental Methods

Chemical cross-linking
Zn(II)-HypB or Ni(II)-E9A-HypB (20 µM) and SlyD or SlyD146 (80 µM) were incubated together for 3 h at 4°C in an anaerobic glovebox (95% N 2 , 5% H 2 ) in protein buffer (25 mM HEPES, pH 7.5, 200 mM NaCl). EDC (1-Ethyl-3-[3-dimethylaminopropyl]carbodiimide hydrochloride, 5 mM) was added to Zn(II)-HypB, Ni(II)-E9A, SlyD, SlyD146 and allowed to react at room temperature for 1 h. Samples were then subjected to SDS-PAGE on 12.5% polyacrylamide gels and stained with Coomassie Blue.
Circular dichroism (CD) spectroscopy
WT-HypB and E9A-HypB were prepared for CD spectroscopy by diluting the protein in MilliQ water to a final concentration of approximately 10 µM in an anaerobic glovebox. The CD spectra were collected on a Jasco J-710 spectropolarimeter by scanning in the wavelength range of 190−260 nm at room temperature. Spectra were collected at 1 nm intervals with a scan speed of 20 nm/min. The final spectra obtained are averages of three scans and corrected by subtracting the background buffer signal. The observed ellipticity was converted into mean residue (Fig. S4) . To examine the role of the C-terminal tail of SlyD, the assay was repeated with SlyD146 and the result shows that removal the C-terminal tail of SlyD did not prevent the interaction with Zn(II)-HypB (Fig. S4 ). This result is consistent with complex formation observed with Ni(II)-HypB. The best fit model (green) corresponding to a S 3 /N 2 coordination environment.
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